CP 



^> / Application No.: 09/327.750 

KioTi^^^mtSJ^MPLY WITH REQUIREMENTS FOR PATENT APPLICATIONS CONTAINING 
NUCLEOT^ESEQUENCE AND/OR AMINO ACID SEQUENCE DISCLOSURES 

m..riPntide and/or amino acid sequence disclosure contained in this application does not 
SmpTy with t' e^^^^^^^ for such a disclosure as set forth in 37 C.F.R. 1 .821 - 1 .825 for the 

following reason(s): 

n 1 This application clearly fails to comply with the requirements of 37 C F.R^ 1 .821-1 .825. APPlicanfs 
S ■ attenSon is directed to these regulations, published at 1 1 1 4 OG 29, May 1 5. 1 990 and at 55 FR 
18230, May 1. 1990. 

n 2 This application does not contain, as a separate part of the disclosure on paper copy, a "Sequence 
U Listing" as required by 37 C.F.R. 1.821(c). 

n 3 A copy of the "Sequence Listing" in computer readable form has not been submitted as required by 
U ■ 37 C.F.R. 1-821 (e). 

n 4 A copy of the "Sequence Listing" in computer readable form has been ^"bmitted. However, the 
0 content of the computer readable form does not comply with the requirements of 37 C F.R 1 .822 
and/or 1 .823. as indicated on the attached copy of the marked -up "Raw Sequence Listing. 

n 5 The computer readable form that has been filed with this application has been found to be damaged 

□ Ind/or ^readable as indicated on the attached CRF Diskette Problem Report. A Substitute 
computer readable form must be submitted as required by 37 C.F.R. 1.825(d). 

r-i R ThP oaoer copy of the "Sequence Listing" is not the same as the computer readable from of the 

□ "Sequence Listing" as required by 37 C.F.R. 1 .821(e). 

|~J 7.0ther:___ ■ 

Applicant Must Provide: 

n An initial or substitute computer readable form (CRF) copy of the "Sequence Listing". 

n An initial or subsdluie paper copy of the "Sequence Listing", as well as an amendment directing its entry 
1^ into the specification. 

1.825(b) or 1.825(d). 

For questions regarding compliance to these requirements, please contact: 

For Rules Interpretation, call (703) 308-4216 

For CRF Submission Help, call (703) 308-4212 

Patentln So^are Program Support (SIRA) ,03.287.0200 

^^X:^son^::::z 703-306-2600 

PLEASE RETURN A COPY OF THIS NOTICE WITH YOUR RESPONSE 



or 



B!OTECr---?LOGY 
SYS- ..vis 
BRANCH 




W ^F.OTJENCF T ESTING 
RRORREPORT 




Th. Biotechnology Systems Branch of the Scientific and Technical 
CenteKSTIC) dSected erro« when processing the followmg computer readable 

form: 



Application Serial Number: O ^/-^>^ ^-^0/1 

/6 33_ 



Source: 
Date Processed by STIC: 



RECEIVED 

MAR 0 1 ?nni 
TECH CENTER 1600/2900 



THE 



^.r-iTirn PRINTOUT EXPLAINS DETECTED ERRORS. 

I SVSOPV OP THIS PRINTOUT, WITH A 

FOr'^cSTuJmIS^ION^JuEST^ P.EASECONTACTMARKSPENCER. 703-308-42,2. 




^r.r.^^rv FRRORED SEQUENCE LISTINGS. PLEASE USE THE CHECKER 

ACCESSIBLE THROUGH THE U.S. PATENT AND 
^^^ARK OFFICE WEBSITE. SEE BELOW: 

Checker Version 3.0 

-TK rh.rWer Version 3.0 application is a sutc-of the-art Windows based soaware program 
The Checker Ve sion pp ^^^^^^^^^^^ ^^^^^ ..h^^her a sequence hstmg .s .n 
employmg a logical ana mu. rhecker Version 3 0 works for sequence listmgs 

comphance with format -d^-"^^" §§ 0<^»ober 1, 1990 (old 

t*:rsXt;Tnc^^^^^ .<^9« as well as World .ntellectua. 

Property O^San-^'o' r^^^^^^^ version of Checker, and is Y2K- 

listings, thus saving time and money. 

.. J „ t^^A^A frnm the iKP TO website at the follovyin p address: 



p -w Sequence Listing Error S-mmary 



gggORBgTE^ ...^^..xm nnPRECTION SERUVL NUMBER: ' ^ ^-^'^^'^ 

PS CASES- PLEASE DISREGARD ENGLISH "AtPHA- HEADERS. WHICH V^^^ ll^/^Si^TO SOFTWARE 
ATTN: NEW RULES CASES. PLEASE D ^ ^ 



Wrapped Nuolelcs 



Wrapped Amioos 



Inconrecl Line Lef>gth 

Misaligned Amino Acid 
Numbering 

Non-ASCII 



Variable Length 



Patenlln ver. 2.0 "bug- 



Skipped Sequences 
(OLD RULES) 



10 



11 



12 



13 



Skipped Sequences 
(NEW RULES) 



Use of n's or Xaa's 

(NEW RULES) 

Useof <213>Organism 

(NEW RULES) 

Use of <220>Fcature 
(NEW RULES) 



Patenlln ver. 2.0 "bug" 



The numberAexl at the end of each line ^wrapped" down to the next line. 
This may occur If your file was retrieved In a word processor after creaUng it. 
Please adjust your right margin to .3. as this will prevent %vrapping-. 

The amino ackJ numberAexl at the end of each line "Vrapped " down to the next line. 
TTiis may occur If your file was retrieved in a word processor after creating ft. 
Please adjust your right margin to .3. as this wiU prevent -wrapping", " 

The ojles require that a line not exceed 72 characters in length. This includes spaces.^ 

The numbering under each 5th amino acid is misaligned. This may be caused by the useof tabs 
between the numbering. It is recommended to delete any tabs and use spacing hatwe^e numbers. 

This file was not saved in ASCII (DOS) text, as required by the Sequence Rules. 

Please ensure your subsequent submission is saved in ASCII text so that it can be processed. 

Sequence(s) contain n's or Xaa s which represented more than one residue. 

As per the rules, each n or Xaa can only represent a single residue. 

Please present the maximum number of each residue having variable length and 

indicate in the (ix) feature section that some may be missing. 

A -bug- in Patentin version 2.0 has caused the <220>-<223> section to be missing from amino acid 

seQuence(s) Normally, Patentin would automatically generate this section from the 

pTeviously coded nucleic acid sequence. P'-^se manually copy the relevant <220>-<^3>^^^^ 
to the subsequent amino acid sequence. This applies primarily to the mandatory <220>.<223> 
sections for Artificial or Unknown sequences. 

Sequence(s) missing. If intentional, please use the follov>ring format for each skipped sequence: 

Io'SSJe ^SaS'ctIr.^^^^^^^ no, insert any headings under -SEQUENCE CHARACTERISTICS", 
(xi) SEQUENCE DESCRIPTION:SEQ ID NO:X: 
This sequence is intentionally skipped 



Please 



also adjust the "(iii) NUMBER OF SEQUENCES:" response to include the skipped sequence(s). 



Sequence(s) missing. If intentional, please use the following format for each skipped sequence. 

<210> sequence Id number 
<400> sequence id number 
000 

Use of n's and/or Xaa's have been detected in the Sequence Listing. 
Use of <220> to <223> is I^NDATORY if n's or Xaa's are present. 

in <220> to <223> section, please explain location of n or Xaa. and which residue n or Xaa represents. 



Sequence(s) . 



are missing this mandatory field or its response. 



Sequence(s) ^ are missing the <220>Feature and associated headings. . „_ 

Use »f <7?n>ir<?23> is MANDATOP V if <21 3>ORGANISM is '/^ifici ar or "Unknown - 
-5. pi.in »».ircc of g enetic material in < 220> to <223> section. 

^See "Federal Registe TT " 6/01/98. Vol. 63. No. 104. pp. 29631-32) (Sec. 1 .823 of new Rules) 

Please do not use "Copy to Disk" function of Patentin version 2.0. This causes a corrupted 

nie resulting in missing mandatoiy numeric identifiers and responses (as indicated on raw sequence listing). 

Instead please use "File Manager or any other means to copy file to floppy disk. 



AKS-Biotechnology Systems Branch- 5/15/99 



-T) 




Pase 1 of 7 



KP^V; SEQUENCE LISTING 

PATENT APPLi CATlON: US/09/32 7 , 7 50A 



DATE: 02/09/2001 
TJ MK: 1^:16:01) 



RECEIVED- 
MAR 0 1 2001 

TECH CENTER 1600/2900 



II, pun set : A:\PTO.txt 

Out.put Set: N:\CRF3\02092001\I327750A.raw 



1 3 
15 
17 
]8 
1*3 



•3 .-nO> APPLICANT: Sato, Taki-Aki 

5 <:120> TITLE OF INVENTION: GENE ENCODING NADE , 

6 THEREOF' 

H <a-10> FILE REFERENCE: 0575/591 31/JPW/APE 
10 -'l40> CUFKENT A PPl-I CATION NUMBFJH: 09/327, 750A 
Jl <141> CURRENT FILING DATE: 1999-00-07 
<160> NUMBER OF SEO ID NO.S : 4 5 
<17 0> SOFTWARE: Patent In version 3.0 
<2I0> SV'.Q in NO : 1 
<211> LENGTH: 3 6 
<212> TYPE: DNA 
20 <2J3> ORGANISM: MOUSE 

22 <400> SEQUENCE: 1 

23 aatt.gtct«c gcanccttat gggggagctg tctaac 

26 <210> SEO lU NO : 2 

27 <211> LENGTH: 12 

28 <212> TYPE: PRT 

29 <213> ORGANISM: MOUSE 

31 <4 00> SEOUENCE: 2 . , , . c- ^ 

33 Asn Cys Leu Arg He Leu Mot Giy Glu Leu Sei As 

34 1 ^ 

36 <210> SEO ID NO: J 

37 <211> LENGTH: 3 0 

38 <212> TYPE: DNA 

i Q ^:n3> ORGANISMj^ ATtificial sequence 



P7 5NTR- ASSOCIATED CELL DFJATH EXECUTOR AND USES 



36 



\i-->j4x <220> FEATURE: \ 
W-->C41 <223> OTHER INFORMATION^ 

ll <4u(ii> ;»LIJU11HCJJ. ^ ' 



w--> 



12 
4 5 
4 6 
47 
■18 



ctagcta-ica toatggtgag caagggcgag 
<210> SEO ID NO: 4 
<211> LENGTH: 2 8 
<212> TYPE: DNA 

<213> ORGANISM: Artlticial Sequence 



'52 20> FEATURE. — 
<223> OTHER IN FORMATION :J 

50 <40Ui' blJUULWUL. 



W-- 

W-- 



51 ccgctcgijgt cttgtacagc tcgtccat 
54 <2I0> SEQ in NO: 5 
5 5 <211> LENGTH: 2 9 
56 <212> TYPE: nNA 

57_^<;iJj,i^JiaGAI^^ sequence 
'S9'T220> FEATURE: ^ 
J9 <223> OTH ER INFORMATION;^ 

60 atcctcgagc gatcatggcc aatgtccac 

63 <210> SEO ID NO: 6 

64 <211> LENGTH: 27 



Or 



29 



file://C:\CRF3\Outhold\VsrI327750A.htm 



2/9/01 



R^^W SEQUENCE LISTING I>ATJ:- 02/09/2001 

PAT1:;NT APPLJ CATION: US/09/327 , 7 50A TIMK: 14:16:09 

input S»*t : AiNPTO.txt 

OUt^put Sot: N:\CRF3\02092001\l327750A.raw 



6 5 <212> TYI»E: DNA 

66 <213> organism: ArtifciaJ. Sequence 

68 <400> sequence:: 

C9 atcc^yatcct ct.c.T act gta ^ctccct 

7 2 <210> SEQ ID NO: 7 
7-i <211> LKNG-J-H: :2 7 

7 4 <212> TyPt:: DNA 

-nr nunnrnrin- Artificial s^tauenco 

W--> ■i;r<220> FEATURE: 

W--> h <223> OTHER iNFQRMATIONy 

7 7 <:4 0U> SIJOULNCL: "? 

7« atCiiqatccM atctctctca tctcctc 

8.1 <210> SEQ iO NO: 8 

H2 <2,n> T.ENGTll: 2 7 

8 3 <212> TYPE: ON A 

e4>^^^ onc;)MTSM- ArtlflciaJ Sequence 



W-- > 



w--> 



e/<220> FEATURE: ^ /f 
Sk <223> OTHER INFORMATION^ ^ ^ ^ ^ ^ ^ 

<4 0(» sfciOlJiJNCt: n 

aaaqcttagq gaqqcacagc tqagaaa 

<210> SEQ 3D NO: 9 X'l / 

<211> LENGTH: 27 T (3 / ^ 

<212> TYPE: ON A 
■ ^> ORGANISM: Alt.iri cial Sequt!ncc> 

9i5^2 20> FEATURE: " ^ / 

9W2 23> OTHER INFORMATION: J / 

S5 C460> ritX'iJENCIS: ^ /-^' 
„i-fir7CtCCCt aaqctitt- / 



96 tttct.caqct gtqcctccct aaqctitt. 

99 <210> SEQ ID NO: 10 

100 <211> LENGTH: 20 

101 <212> TYPE: DNA 

102 <213>.5lEfi^ sequence 
_> 10V'?220> FEATURE: ^ 

-> loi <223> OTHER INFORMATION; J 

i (14 V 0 Ol, fAt .U U liU rt^T— 

105 atccqqaqaa aqqcfagqqa ggcaca 

108 <2]0> SEQ in NO: 11 

109 <211> LENGTH: 2f> 
no <212> TYPE: PNA 

OPA^ANI ^a^-^g^il^-J^U^^^^ sequence 

-^^^v^ FEATURE! 
■ . -^<22 3> OTHER IWFORMATION: ^ 

aiT'^JToo>~l5E(Ju^ 

114 tgtgcctccc tagccttt.ct ccggat 

117 <;210> SEC ID NO: 12 

118 <211> LENGTH: 124 

119 <212> TYPE: PKT 

120 <213^ ORGANISM: MOUSE 
122 <400> SEQUENCE: 12 



fjle://C:\CRF3\Outhold\Vsrl327750A.htm 



RAW SEQUENCE LISTING IMTtl : 02/09/2001 

PATENT APPLICATION: US/09/327, 7.50A TIME: 1/1:16:09 



input. Set : A:\PTO.t:xt 

Oii-Lput Set: N:\CRF3\02092001\I327750A.raw 

1''4 Mel Ala Asn val >lis G.ln Clu Asn Glu (Uu Met Glii Glri Pro Lou Gin 
125 J ■ 5 10 ]5 

127 Asn Gl" Glu Glo Asp Arq Pro val Gly Gly Gly Glu Gly His Gin Pro 

128 ' '-^0 25 HO 

130 Ala Gly Asn Asn Asn Asn Asn Asn His Asu His Asri His Asn His His 

131 35 4 0 4r. 

Xi^ Arq Ary CJy GJli' ^'^^-^ ^'^^*-) ^^^^ ^^^o asu Phe Arq Tip Ala iJe 

134 50 

136 Pro Asn Arg Gin Met Asn Asp Gly Leu Gly G.1 y AS[> Gly AS|) Asp Mot 

137 65 70 75 HO 

139 Glu Met Phe Met Glu Glu Mot Arq Glu lie Arq Arq Lys Leu Arq Glu 

140 ' ^'^ y« 

14 2 l.ou Gin Lou Arq Asn Cys Leu Ary lie Leu Met Gly Glu Leu Scr Asn 
14J ' 100 105 110 

145 His His Asp His His Asp Glu PJie Cys Leu Met Pro 

146 11-^ 120 
148 <210> SEO ID NO: 13 

14 9 <2I1> LENGTH; lH 

150 <212> TYPE: PRT 

151 <213> ORGANISM: HUMAN 
153 <4 00> SEOUENCK: 13 

155 Met Ala Asn 1 1 His Gin Glu Asn Glu Glu Met Glu Gin Pro Met Gin 
150 1 ' 5 10 15 

158 Asn Gly Glu Glu Asp Arq Pro Leu Gly Gly Gly Glu Gly lUs Gin Pro 

159 " 20 25 30 

161 A La Gly Asn Arg Arq Glv Gin Ala Arq Arg Leu Aid Pro Asn Plie Arq 

162 ' ' 35 ^" -15 

164 Trp Ala lie Pro Asn Arq Gin He Asn Asp Gly Met Gly Gly Asp Gly 

165 50 55 60 

16 7 Asp ASP Met Glu He Phe Met Glu Glu Met Arg Glu He Arg Arg Lys 
168 65 70 75 80 
170 Leu Arq Glu L<*" ^^-^^ ^^^'^ ^^^^ ^-V^ ''^^ ^^V 

' rt5 90 95 

17 3 Leu Ser Asn His His Asp His His Asp (Uu Phe Cys Leu Met Pro 
174 * 10<» 105 110 

176 <.210> SEO lO NO: 14 
17 7 <.211> LENGTH: 13 
178 <212> TYPE: PKT 

17 9 < 2 1 3> ORG AN I SM : C v. y x i n 
181 <4 00> SEQUENCE: 14 

183 Leu Thr Met Lvs Glu val Glu Glu Leu Glu Leu Leu Thr 

184 1 " ' ' 5 10 
186 <210> SEO ID NO: 15 

18 7 <211> LENGTH: 13 

188 <212> TYPE; PRT 

189 <213> ORGANISM: MAPKK 
191 <4 00> SEOUENCE: 15 

193 Ala Leu Gin Lys Lvs Leu Glu Glu Leu Glu Leu Asp Glu 

194 1 5 10 



file://C:\CRF3\Outhold\VsrI327750A.htm 



R?\W SEQUENCE LISTING 

X>f^-S-Etr\' APPLJ CA'J ION : US/0 9/3 2 7 , 7 5 OA 



OATJ;.: 02/05/2001 
TlMl^: 14 : Ui :09 



196 
197 
198 
199 
201 
•203 
204 
206 
207 
2 08 
209 
211 
213 
21^ 
216 
217 
218 
219 
221 
223 
224 
2 26 
227 
228 
229 
231 
2 33 
234 
236 
237 
238 
2 39 
2 M 
2 ; J 
244 
24 6 
24 7 
248 
24 9 
251 
253 
2S4 
256 
2 57 
258 
259 
261 
263 
264 



10 



TK 111 A 
1 7 

Glu Asn Leu Thr Leu 



inpuL set : A:\PTO.txt: 

GO -tP"t Set : N:\CRF3\02092001\l327750A.raw 

<210> SKO TO N<^: ^ 

<2'1 ]> LENGTH : 3 0 

<212> TYFK: PHT 

<21 3> OKGANJ SM : f^Ki-alpha 

<4 00> SEOUKNCH: : 16 

Leu Ala LOU uys Lou Ala Cly Lcu Asp lie 
1 ^ 
<210> SKO ID NO: 17 
<21]> LENGTH: ^ 
<2J2> TYPE: PHT 
<21 3> OHCANISM : 
<4 00> SEOUENCI:: : 
Lcu Pro val t.eu 
1 ^ 
<210> SEO IP NO: IB 
<211> LENGTH: 9 
<212> TYPE: PR'^' 
<213> ORGANISM: Kcv HIV-1 
<400> SEQUENCE: 18 

Leu Pro Pro Leu Glu Art| Leu Thr Leu 
I 5 
<210> SEO ID NO: 10 
<211> LENGTH: 1^ 
<212> TYPE: PW^' 
<213> organism: Kan HPl 
<4 0(i> SEO'JENCl^ : 3 *j 

r-'s Val Ala Glu Lys Lou Glu Ala Leu Ser Val Art) 
l'' 5 10 

<210> SEO ID NO: 20 
<211> LENGTH: 13 
<212> TYPE: PK'J' 
<213> ORGANISM: PMRP 
2 0 

LOU Arg LOU Glu Aig Leu Gin lie Asp 
5 10 
21 



<4 00> .SEOUKNf:^: 
Giu val Asp Gin 
1 

<:210> SEO TO NO: 

':.2 11> LENGTH: 8 

<212> TYPE: PKT 

<2 1 3> ORilANlSM 



Glo 1 



4 0 0> SEOUENCl^: 21 
LOU Pro Leu Gly I-VS Leu Thr Leu 

<210> SEO ID NO: 22 

<211> LENGTH: 14 

<212> TYPE: PKT 

<213> ORGANISM: Rox MTLV-l 

<4 00> SEOUENCE: 22 

Ala leu ser Ala Gin Lou Ty r Ser Ser Lou Ser Leu Asp Sor 
5 10 



file://C:\CRF3\OutholcrvVsrl327750A.htm 



Kage ^ or / 



sequence listing 
pa tp-nt ai'plj cation ; us/09/3 2 7 , 7 50a 



J.iATJ:^: 02/09/2001 
TlMli;: 1^:16:09 



input Set : A:\PTO.t:xt 

OUt^PUt. Set: N:\CRF3\02092001\I327750A.raw 



266 
2 67 
268 
2 6 9 
271 
273 
2 7-1 
276 
277 
278 
21') 
2ttl 
283 
2H4 
286 
287 
288 
289 
2 9 J 
2 93 
294 
2 96 
297 

2 99 
100 
iOX 

3 02 
30-^ 
3 06 
307 
3 09 
310 
312 
313 
314 

3ir> 

3J 7 
319 
320 
322 
323 
324 
325 
327 
328 
3 30 
332 
3 34 
336 



23 



Arg Lvs Leu Arg 



24 



NADE 



<210> SEO Tl> NO r 23 

<211> LENGTH: 1'^ 

<212> TYPE: PH'^" 

<r213> OHGANTSM: Imnujn NAPbl 

<4 00> SEOUKNCH: : 
Arg Glu lie Arcj 
1 

<210> SEQ IJ) 

<211> LENGTH : 1 ^ 

<212> TYPK: fKT 

<2] 3> ORGANISM : 

<4 00> SEOUENCf-: : 
Arg Glu lie Arc; Arg Lys L(fu Arg 

1 ^ ^ 

*r210> SEO ID NO: 25 
<2n> LENGTH: 27 
TYHE: I'KT 
ORGANISM: MOUSE 
<400> SEQUENCE: 25 
Arq Glu lie Arq Arg Lys Leu Arg 
J 

Arg 11^- I^eu HeL Giy GJ u Leu Ser 
20 

<210> SEO ID NO: 26 
<2il> LENGTH: 2 7 
<212> TYPE: PR'^" 
<2J3> ORGANISM: 



Giu LOU Gin Ltui Arg 

.] 0 



Glu Leu Cln Len Arq 
10 



<:212> 
<213:= 



Glu Leu Gin Le.u Arg Asn Cys Leu 

10 15 
API) His His 



HUMAN 
2 6 



<4 00> sequence: 
Arg Giu lie ArO Arg Lys Lou Arg 
1 5 
Arg Ilo Leu M^f- Gly Glu Lc^u Ser 
20 

<210> SF.Q TD NO: 27 
<2J1> LENGTH: H 
'.212> TVPE: P^^ 
<213> ORGANISM: 
<4 00> SEQUENCE: 



GJu Leu Gin Leu Arg Asn Cys Leu 

10 15 
Asn His His 

25 



CONSENSUS (MOUSE 
27 



V. HUMAN) 



Arq L--U Leu Asn Arg Leu Leu Asn 
1 5 
<210> SEQ ID HO: 28 
<21l> LENGTH: 700 
<212> TYPE: DNA 
<213> ORGANISM: MOUSt 
<4 0ft> SEQUENCE: 2 8 
acgaqcgtot ggccagcagc Lcggagctcc 
aggcqancqg qacagattga ctggaagccg 
aggacracuc cgcaaggg.il: aggf-ccaqao 
crarU:g(.cca ccaqga;)£iac gaagagcLgg 
gccctgLggg agy^g^Ly^y gyccaccagc 



t.cLgcycgcg gcgggctggc agcgggcccg 

agr'int-ccaqg cggcagcgqg aartgacagg 

t.aqnatjrC'vig goaacaaant: cucatcatgg 

agc-iagococt. gcag.jal.ggn caggoacacc 

cLgcLgoaaa cciacaacaac aacaaccaca 



60 
120 
IBO 
24 0 
300 



file://C:\CRF3\Outholcr-Vsr]327750A.htm 
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Page 6 of 7 



VERIFICATION SUMMARY 

pATf^NT APPLICATION: US/0 9/327 , 750A 



OATL:: 02/09/:200I 
TIMK: 14:16:10 



5 0 M : 
5 0 M : 
5 9 M: 
59 M: 
7 7 M : 
77 H 
8(j M : 
BO H 
9 5 M 
9 5 M: 
10-1 H 
J 01 M 
113 H 
113 M 



258 W: 
258 W: 
25 8 W: 
2 5R W: 
25B W; 
253 W: 
25y W: 
25 n VI: 
258 W: 
25H W: 
2 58 \i : 
2 5 8 W : 
2 58 W 
25a W 
2 5G W 
2 5 H W 



input Si?t : A:\PTO.txt 

output. Sot: N:\CRF3\02092O01\I327750A.raw 



Handiil.ory 
Monda Lory 
MandaUory 
Hatid^r.ory 
Mandator y 
Manddi.ory 
Hdiidci iiory 
Mandatory 
Mandatory 
Mandatory 
Mdndat<>i"y 
Miindatory 
Mandatory 
Mandatory 
Mantirttory 
Mandatory 



Feature missiiKj, <220> KfJATWHi:: 
Feature missing, <223> OTllfK INFORMATION; 
Feature ndssing, <2 2 0> FEATURJi: 
Feature nii-ssinq, <22:h> OTHER INFORMATION: 
Feature missing, <220> FEATURE: 
Feature missing, <;^2;^> OTIIKK INFORMATION: 
i"'eatuie missing, <2 20> FEATURE: 
Feature missing, <1'2.H> OTHJiR INFORMATION: 
I'eature missing, <2 20> FEATURE: 
Feature missing, <22J> O'J'HER I NFORI-IATION : 
Feature missing, <220> FEATURE: 
Feature missing, <22 3> OTHER T NFORi-IATION : 
Feature missing, <220> FEATURE: 
Feature missing, <22 3> OTHER INFORMATION: 
Feature missing, <220> FEATURE: 
Feature missing, <223> OTHER INFORMATION: 
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